Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.005 Å; R factor = 0.038; wR factor = 0.105; data-to-parameter ratio = 15.2.
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ) . Data collection: APEX2 (Bruker, 2005 ); cell refinement: SAINT (Bruker, 2005) ; data reduction: SAINT; program(s) used to solve structure: SIR97 (Altomare et al., 1999); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: XP in SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: WinGX (Farrugia, 1999 In the past decade, much interest has been focused on the phenazine as a template in crystal engineering. The electron rich aromatic system in phenazine enables it to be a good π-donor. Accordingly, phenazine has been employed in the design of charge-transfer complexes (Laursen et al., 2004; Uchida et al., 1984) . In a continuation of our study of the compounds with phenazinium cation (Zhang et al., 2012) , we present here the title compound, (I).
In (I) (Fig. 1) , the bond lengths and angles are normal and correspond to those observed in the related phenazinium chloride (Braga et al., 2010) . The asymmetric unit of (I) contains a phenazinium cation and a bromide anion. The phenazinium cations show planar configuration with the largest deviation from the least-square-plane of 0.053 (4) Å for C7. The protonated tricycle is twisted with a dihedral angle of 3.9 (1)° between the two utmost benzene rings. 
Phenazine(10.0 g) and 2-bromopropane (4.2 mL) was placed in the teflon liner of an autoclave, which was sealed and heated to 433 K for 48 h, cooled at speed of 10 K/min, whereupon a few of black block of title crystal were obtained.
Refinement
All H atoms were geometrically positioned (C-H = 0.93 Å, N-H = 0.86 Å), and allowed to ride on their parent atoms, with U iso (H)= 1.2U eq (C, N).
Computing details
Data collection: APEX2 (Bruker, 2005 ); cell refinement: SAINT (Bruker, 2005) ; data reduction: SAINT (Bruker, 2005);  program(s) used to solve structure: SIR97 (Altomare et al., 1999 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: XP in SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: WinGX (Farrugia, 1999 The molecular structure of (I) showing the atomic numbering and 50% probability displacement ellipsoids. Dashed line denotes hydrogen bond. are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Phenazin-5-ium bromide

Crystal data
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å
